Predicted transmembrane topology of the IP39 polypeptide is represented by the strand of amino acids. The transmembrane regions overlaid on the grey band were predicted using the SOSUI server 47 . Blue and red letters indicate positively-and negatively-charged residues, respectively. Green letters indicate the consensus motif between the PMP-22/EMP/MP20/Claudin superfamily. Magenta letters indicate potential phosphorylation tyrosine sites. Two characters in one oval indicate the amino acid sequences of IP39_alpha (left) and IP39_beta (right). The black triangle indicates the excision point of the first methionine.
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